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Supplementary Figure 1: Trim5 alpha tree inferred with PhyML-SMS

Tree scale: 0.01 —

Q1ACD6 1 Symphalangus syndactylus
AAV91980 1 Symphalangus syndactylus
Q3ZEES 1 Hylobates lar

Q2YEMS8 1 Hoolock hoolock

Q1ACD7 1 Nomascus leucogenys

NP 001267042 1 Nomascus leucogenys
AAX86678 1 Nomascus leucogenys
Q2YEM9 1 Pongo pygmaeus

AAY23161 2 Pongo pygmaeus
0.992 . ABU48450 1 Pongo pygmaeus
0. CAH89530 1 Pongo abelii

Hylobatidae

Pongo

XP 024110124 1 Pongo abelii
NP 001124542 1 Pongo abelii

AAV91981 1 Gorilla gorilla

X NP 001266478 1 Gorilla gorilla

XP 018891206 1 Gorilla gorilla gorilla
0. AAY23160 2 Gorilla gorilla
0.935 Q1ACD8 1 Pan troglodytes
0. 7{9 NP 001012668 1 Pan troglodytes
0 AAW72445 1 Pan troglodytes verus

09 ABC01006 1 Homo sapiens
ABC01005 1 Homo sapiens
0.992 ABCO01017 1 Homo sapiens
ABC00997 1 Homo sapiens
BAB55218 1 Homo sapiens
“7 ABB90543 1 Homo sapiens
ABC01022 1 Homo sapiens
ABC01015 1 Homo sapiens
[— ABC01007 1 Homo sapiens
ABC00998 1 Homo sapiens

Q9C035 TRIM5 HUMAN Input
NP 149023 2 Homo sapiens
ABC01003 1 Homo sapiens
ABC01013 1 Homo sapiens
T ABC01016 1 Homo sapiens

Gorilla

Pan

Homo

ABC01009 1 Homo sapiens
ABC01014 1 Homo sapiens
ABC01019 1 Homo sapiens

This tree was inferred using the « Oneclick » PhyML-SMS workflow, from 38 ape protein sequences. SH-like
supports are displayed on every internal branch.

Data have been retrieved using the Blast-Search module, from human Trim5 alpha protein sequence (Uniprot
id: Q9C035, available as example sequence in Blast-Search form), with ‘blastp’ on ‘nrprot’ database, a 10°
e.value cutoff and a 80 % query length coverage threshold. Only ape sequences were selected to be analyzed
with PhyML-SMS workflow.

The tree represents well the taxonomy of apes, with high branch supports.

All result files are available at https://ngphylogeny.fr/static/Use_Case_data.zip
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Supplementary Figure 2: Trim5 alpha tree inferred with MrBayes

Tree scale: 0.01

Q1ACD6-1 Symphalangus syndactylus
W@,W AAV91980-1 Symphalangus syndactylus
100 Q3ZEES5-1 Hylobates lar
Q2YEMS-1 Hoolock hoolock
Q1ACD7-1 Nomascus leucogenys
NP 001267042-1 Nomascus leucogenys
AAX86678-1 Nomascus leucogenys
Q2YEM9-1 Pongo pygmaeus
) XP 024110124-1 Pongo abelii
100 CAH89530-1 Pongo abeli
NP 001124542-1 Pongo abelii
AAY23161-2 Pongo pygmaeus
ABU48450-1 Pongo pygmaeus
100 AAV91981-1 Gorilla gorilla
NP 001266478-1 Gorilla gorilla
XP 018891206-1 Gorilla gorilla gorilla
AAY23160-2 Gorilla gorilla
100 Q1ACD8-1 Pan troglodytes
0 NP 001012668-1 Pan troglodytes
100 AAW72445-1 Pan troglodytes verus
Q9C035 TRIM5 HUMAN Input
NP 149023-2 Homo sapiens
ABB90543-1 Homo sapiens
ABC01015-1 Homo sapiens
ABC01009-1 Homo sapiens
ABC01006-1 Homo sapiens
ABCO01003-1 Homo sapiens
ABC01014-1 Homo sapiens
ABC01007-1 Homo sapiens
ABC01022-1 Homo sapiens
ABC01019-1 Homo sapiens
ABC00997-1 Homo sapiens
BAB55218-1 Homo sapiens
ABC01017-1 Homo sapiens
ABC01013-1 Homo sapiens
ABC01005-1 Homo sapiens
ABC00998-1 Homo sapiens
ABC01016-1 Homo sapiens
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The tree has been inferred using an «A la carte» workflow made of MAFFT, BMGE, and MrBayes steps, from
the same 38 ape sequences as Supp. Fig.1. Posteriors are shown on every internal branch.

The tree represents well the taxonomy of apes, with high branch supports. The topology is the same highy
similar to that obtained using PhyML-SMS (Sup. Fig. 2): all branches inferred by MrBayes are present in the
PhyML-SMS tree, but MrBayes tree is not fully resolved.

All result files are available at https://ngphylogeny.fr/static/Use_Case_data.zip
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Supplementary Figure 3: HIV pol gene inferred with FastTree and 100
bootstrap replicates

Tree of ~9,150 HIV pol gene sequences' analyzed with an « A la carte » workflow consisting of MAFFT and
FastTree steps. FastTree was configured with nucleotide input sequences and 100 bootstrap replicates?. This
obtained was obtained in ~8 hours..

Sequences belonging to the same HIV subtypes (colored using JPHMM) are grouped together (with rare
exceptions) in the same subtrees, which are highly supported by TBE (see reference (7) for details).

All result files are available at https://ngphylogeny.fr/static/Use_Case_data.zip

1 https://ngphylogeny.fr/static/hiv_pol.fa.zip
2 https://ngphylogeny.fr/static/hiv_pol_boot_trees.nw.zip
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